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OL-050 The condition of mycoplasma infection in
patients with systemic lupus erythematosus
C.W. Wang1 *, X.R. Wang2, H.Y. Ma3. 1Department of
Infectious Diseases, General Hospital of Air Force, People’s
Liberation Army, 2Department of Medical Matters, General
Hospital of Air Force, People’s Liberation Army, 3Clinical
Laboratory Center, General Hospital of Air Force, People’s
Liberation Army, China
Background: To comprehend the relationship between the
mycoplasma infection and systemic lupus erythematosus.
Methods: Mycoplasma hominis, Ureaplasma urealyticum,
and Mycoplasma fermentans were studied by nested
polymerase chain reaction in eyelid, threat, urethra and
blood of 80 patients with systemic lupus erythematosus.
Result: 65.0% of patients with systemic lupus erythematosus
showed the mycoplasma infection at one or more positions
(c2 = 17.33, P< 0.01), in which 12.5% of patients with that
showed the mycoplasma infection at two positions and
6.2% of patients showed the mycoplasma infection at three
positions. 22.4% of patients showed the mycoplasma hominis
infection in the threat (c2 = 3.89, P< 0.05), and 28.2% of
patients showed the Ureaplasma urealyticum infection in
the urethra (c2 = 5.20, P< 0.05).
Conclusion: There were mycoplasmas infected in several
positions of patients with systemic lupus erythematosus.
The risk of contracting systemic lupus erythematosus for
the subject infected with mycoplasma was 16 times for the
control.
OL-051 Factors relevant to prognosis of 166 patients
with varicella
J. Liu1 *, Y. Yan1, J. Zhang2, X.-J. Li1, Z.-D. Deng1.
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Objective: To analyze factors correlative with prognosis of
patients with varicella.
Methods: Data of 166 patients with varicella treated in
The Third Afﬁliated Hospital of Sun Yat-sen University were
collected. All the patients were observed for one week.
Correlative analysis of prognosis (recovery, improvement,
no change, death) of patients with varicella and 16
variables were done. These variables included sex, age,
patient sources, seizures season, disease course, history
of contacting with varicella patients, underlying disease,
hormone usage, fever, fever course, clinical symptoms
except chickenpox (sore throat, cough, abdominal pain
or diarrhea, etc.), complications, bacterial infections,
antibiotics usage, Aciclovir usage and ribavirin usage. All
the data was carried out with software SPSS 13.0. Chi
square test was used to compare observed rates, while
Logistic regression methods was used to analyze correlation
between prognosis and observed factors.
Results: Among 166 patients with varicella, 110 cases
(66.3%) recovered completely, 41 cases (24.7%) were
improved, pathogenetic condition of 9 cases (5.4%) had
not changed, 6 (3.6%) were dead before discharge
from hospital. Single factor analysis demonstrated that
disease course, underlying disease, hormone usage,
fever, clinical symptoms except chickenpox and Aciclovir
usage were correlative factors to prognosis of patients
with varicella (c2 = 7.869 25.934, P = 0.000 0.049). The
multivariate Logistic regression analysis suggested that
only disease course (OR = 12.284, P = 0.000), hormone usage
(OR = 5.396, P= 0.020) and Aciclovir usage (OR = 8.486,
P = 0.004) were correlative factors to prognosis. Prognosis
of these patients with disease course above 10 days,
hormone usage and without Aciclovir were worse than that
of others.
Conclusions: Disease course, hormone usage and Aciclovir
usage were correlative factors to prognosis of patients
with varicella. These results would contribute to better
treatment to patients with varicella.
OL-052 Using of nanosilver as a disinfectant in-vitro and
onto hospital surfaces and duration of effect
Z. Aminzadeh1,2 *, J. Mirzaei3, H. Ahari4, M. Tavassoli4,
M. Besharat1, J. Rahmannia4. 1Shaheed Beheshti Medical
University, Tehran, Iran, 2University of Queensland, Centre
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Australia, 3Birjand, Iran, 4Tehran, Iran
Background: Nanosilver has been showed superior
antimicrobial activity towards various microorganisms. The
aim of this study was to determine in-vitro activity of
Nanosilver as a disinfectant and the effect of Nanosilver on
environmental bacterial and fungal colonization onto the
hospital surfaces.
Methods: At ﬁrst, sampling, culture and sensitivity
pattern of some surfaces have been done. Next, in-vitro
antimicrobial activity of antiseptics against microorganisms
was assessed by using disinfectants included Nanosilver,
Deconex 50 AF and Descocid. Finally, assessment of
disinfectant activity on environmental bacterial & fungal
colonisation and the duration of effect were performed in
three rooms of the infectious diseases ward.
Results: In-vitro study showed that S. aureus and coagulase
negative Staphylococcus were eradicated after 5 minutes
contact with each of diainfectants. All of used disinfectants
could eradicate Pseudomonas after 5 minutes but Nanosilver
5ppm. Bacillus was eradicated by Deconex 2% within
30 minutes and by Descocid 2% and 4% within 5 minutes
but Nanosilver effect was different. Aspergillosis and
Penicillium were eradicated by Nanosilver 80, 100, 150 ppm,
Deconex 2%, Descocid 2% and 4% after 5 minutes contact.
Assessment of disinfectant activity on the environmental
surfaces showed a signiﬁcant difference between the mean
amounts of organisms before and after washing in paired
T-test.
Conclusion: Washing of surfaces at least twice daily can
be suitable to eradicate environmental Staphylococcus,
bacillus and fungi. We must consider recontamination of
hospital surfaces which can occur normally.
OL-053 Quality control of specimens from respiratory
tract using threshold cycle (Ct) values of
ribonuclease P (RNase P) gene for investigation
of the inﬂuenza A (H1N1) by real time PCR
approach
P. Wechagama1,2 *, N. Moonmanee1,2, P. Kriti1,2,
K. Tiangpittayakorn1,2. 1Medical Technology Department,
2Khon Kaen Hospital, Thailand
Background: The novel inﬂuenza A (H1N1) virus is now
rapidly spreading across the world. Early detection is one of
the most effective measures to prevent further transmission
of the virus. However, there is no report regarding the type
of specimens that yield the best result of the Inﬂuenza virus
detection and sufﬁcient amount of cells in the sample.
Methods: The RNase P real time PCR were performed using
four types of specimens, including Nasopharyngeal swab
(NPS), Throat swab (TS), Nasal swab (NS) and Tracheal
aspiration (TA). The RNase P Ct value were then determined
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according to the ﬂuorescence threshold, quality of an
individual specimen type were evaluated based on the
RNase P Ct value.
Result: Overall 86 patients suspected Inﬂuenza A (H1N1)
infection were included in the study between 1st January
and 30th May 2010. Specimens analyzed included 31
specimens (36.0%) from NPS, 28 specimens (32.6%) from
NS, 20 specimens (23.3%) from TS, and 7 specimens
(8.1%) from TA. The mean Ct value of RNase P in four
specimen types were 25.4±3.19, 24.6±3.15, 26.3±3.01,
and 22.2±2.19 from NPS, NS, TS, and TA respectively. Among
those specimens, TA was shown to be the most appropriate
specimen for Inﬂuenza A (H1N1) detection as it contained
the most highest amount of cells (with low RNase P Ct value)
and the difference was statistically signiﬁcant (p < 0.05) as
compared with other types of specimens, followed in order
by NS, NPS, and TS specimens.
Conclusion: Based on the RNase P Ct value, we concluded
that TA is the most appropriate specimen type for Inﬂuenza A
(H1N1) detection as it contains a sufﬁcient amount of human
cellular material, followed in order by NS, NPS, and TS
specimens.
OL-054 Altered microRNA expression proﬁle with
miR-148a upregulation in peripheral blood
mononuclear cells of critically ill patients with
inﬂuenza A (H1N1)
H. Song1,2 *, Q. Wang2, Y. Guo1, L. Dai1, X.S. Gao2, J. Guo2,
X.W. Li2, B.S. Li2, D.L. Zhang1, J. Cheng2. 1Research
Laboratory of Virology, Immunology & Bioinformatics,
Northwest A&F University, Xianyang, Shaanxi, China,
2Department of Infectious Diseases, Beijing Ditan Hospital,
Capital Medical University, Beijing, China.
Background: Increasing evidence indicates that microRNAs
(miRNAs) play a critical role in a wide spectrum of biological
processes and have been shown to be important effectors in
the intricate host-pathogen interaction networks. The aim
of the study was to investigate the expression pattern and
function of miRNAs in peripheral blood mononuclear cells
(PBMCs) from critically ill patients infected with inﬂuenza A
(H1N1) virus.
Methods: The expression proﬁle of miRNAs in PBMC cells
from ﬁve critically ill patients and three healthy individuals
was determined by microarray assay. Then miR-31, miR-
148a, miR-150 were validated by qRT-PCR analysis in larger
number samples obtained from PBMCs of 11 critically ill
patients with H1N1 infection and 13 healthy controls.
Bioinformatics tools were used for miRNA target predictions
and pathway analysis.
Results: MiRNA expression proﬁle and qRT-PCR analysis
revealed that miR-148a expression was signiﬁcantly
upregulated while miR-31 and miR-150 were downregulated
in PBMC cells of critically ill patients with H1N1 infection.
Functional enrichment analysis and pathway analysis for
miR-148a putative target genes revealed Wnt and TGF-beta
signaling pathway were over-represented.
Conclusion: We have detected increased miR-148a and
decreased miR-31 and miR-150 in PBMC cells from
critically ill patients infected with H1N1 inﬂuenza. Further
understanding of the roles for these miRNAs in inﬂuenza
virus infection will provide new insight into the host
pathogen interactions.
OL-055 Evaluation of SYBR Green I and TaqMan
real-time PCR chemistries for speciﬁc detection
of inﬂuenza A viruses
B. Kumar1 *, P. Kumar1, R. Rajput1, M.K. Daga2, M. Khanna1.
1Department of Respiratory Virology, Vallabhbhai
Patel Chest Institute, University of Delhi, Delhi, India,
2Department of Medicine, Maulana Azad Medical College
and Lok Nayak Hospital, New Delhi, India
Background: The recent outbreak of novel inﬂuenza A
(H1N1 2009) virus and its rapid spread worldwide has proved
its ability to cause severe infection, raising serious concern
about the pandemic preparedness.
Objectives: We evaluated the sensitivity and speciﬁcity
of two chemistries of real-time RT-PCR (with the use of
ﬂuorescent SYBR Green I dye and speciﬁc TaqMan probe) for
detection of the Matrix gene of human inﬂuenza A viruses.
Methods: Inﬂuenza A viral strains (A/PR/8/34-H1N1,
A/Delhi/1/2009-H1N1 and A/Udorn/307/72-H3N2) were
used to perform the calibration curve analysis. The different
dilutions of the virus were subjected to real-time RT-PCR
analysis by both the chemistries and their sensitivity and
speciﬁcity was compared. We also validated the diagnostic
accuracy of both the PCR formats on 110 clinical specimens
from patients presenting with inﬂuenza-like-illness between
the periods August 2010 to September 2010.
Results: Our results suggest that the TaqMan chemistry has
better sensitivity as compared to the SYBR Green I with an
average difference of 2 Ct values however it was observed
that the SYBR Green I assay was simpler, economical and
readily available.
Conclusion: Although the speciﬁcity of SYBR Green I real-
time PCR assay was beaten due to its non speciﬁc nucleic
acid binding activity, yet it can be a better alternative
to the TaqMan assay as a preparedness measure for any
future outbreak management. The SYBR Green I mode
requires two conserved regions for primer binding, whereas
the TaqMan approach requires three conserved regions in
the targeted sequences for primer and probe binding,
respectively. Therefore, in principle, the SYBR Green I mode
is more appropriate also for detection of a highly variable
sequence, such as that of the HA gene of inﬂuenza viruses.
OL-056 Analysis of clinical characteristics and
myocardial damage among patients with
H1N1 inﬂuenza in Xinjiang
X.-F. Sun1, Y.-X. Zhang1 *, M. WuBuLi1, H. Liu1, Y. Maimaiti1,
W.-L. Li2, Q. Li2, X.-H. Jia2. 1First Afﬁliated Hospital,
Xinjiang Medical University, 2First Clinic School, Xinjiang
Medical University, China
Objective: To investigate the clinical characteristics and
myocardial damage of the novel inﬂuenza A (H1N1) cases in
Xinjiang.
Methods: We retrospectively analyses the clinic data from
inﬂuenza A cases from August 2009 to January 2010 in
Xinjiang region.
Results: There were 164 cases with mild type and 94 cases
with severe type in 258 cases of inﬂuenza A, which were
same as respiratory infection. 22 cases were died from
respiratory complicationsuch as respiratory failure, heart
failure and MOF among 94 severe type cases who had
more chronic diseases or pregnancy. We founded that
severe cases had more risk factors, ECG, cardiac enzyme
abnormalities and other biochemical such as AST, CK, CK-
MB, hydroxybutyrate dehydrogenase and ADH abnormalities
than mild cases had (p < 0.005). the CD4 cell count were
signiﬁcantly lower in severe cases than that in mild cases
(p < 0.005).
